ABSTRACT Migratory birds have been postulated as potential vehicles of antibiotic resistance. Here we isolated the extended-spectrum beta-lactamase (ESBL)-producing Serratia fonticola strain BWK15 from the feces of Anas penelope. The strain's draft genome sequence indicated that it harbors class A ESBL, class C beta-lactamase, and many multidrug efflux pumps.
CmeC), multidrug and toxic compound extrusion (MATE) family of MDR efflux pumps, multidrug efflux transporter major facilitator superfamily, macrolide-specific efflux protein MacA, macrolide export ATP-binding/permease protein MacB, and membrane fusion protein of RND family multidrug efflux pump.
These results suggest that A. penelope can spread multidrug-resistant S. fonticola through migration between Japan and eastern Siberia and that the bacteria can be transmitted from birds to humans and vice versa. The genome of S. fonticola BWK15 will facilitate the understanding of the ecology and global distribution of S. fonticola via migratory birds (9, 10) . Studies on S. fonticola associated with A. penelope may help improve the understanding of antibiotic resistance dissemination in the environment. Accession number(s). The draft genome sequence of the S. fonticola strain BWK15 has been deposited in the DDBJ/EMBL/GenBank with the accession number NQMP00000000.
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